The segment combination is associated to the ranking of each segment at each step of the IRDL protocol.
It appears that the final combination associated to the lowest RMSD to the X-ray structure poses is not associated each time to the lowest RMSD segment position at each step. The same observation can be made for the best scoring pose. The top scoring segment at each step will not lead necessarily to the top scoring pose once the peptide reconstruction is complete. Nevertheless, it appears that a satisfying pose is found in 75% of the cases by considering the top 10 poses obtained at each step. 
